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Figure 1 : Metabolic pathway of cysteine and derivatives glutathione and methionine 
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Figure 3 : Model of inhibition of chloroplast serine acetyltransf erase 
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Figure 4: Nucleotide and protein sequences of the SAT3 (L34076) isoform from A 

thaliana 
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Figure 5: Nucleotide and protein sequences of the SAT3* (U30298) isoform from A 
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Figure 6: Nucleotide and protein sequences of the SAT 1' (L78443) isoform from A. 

thaliana. 
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Figure 7 : Nucleotide and protein sequences of the SAT 1 (U 22964) isoform from A. 

thaliana 
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Figure 8: Nucleotide and protein sequences from mRNA of the putative chloroplast 
serine acetyltransferase SAT2 from Arabidopsis thaliana (L78444) 
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Figure 9:Nucleotide and amino acid sequences from mRNA of the putative 
chloroplast SAT4 from Arabidopsis thaliana 
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Figure 10 Sequence comparison of serine acetyltransferases fromy4. thaliana and 

other organisms 




Figure 11: Process for insertion of OTP/serine acetyltransf erase SAT3 or cysteine- 
insensitive SAT such as truncated SAT1 in the vector pBI121 




Figure 12: Process for insertion of serine acetyltransferase SAT1% SAT1, SAT2, 
SAT3, SAT3', SAT4 or any SAT in the vector pBI121 
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Figure 10 Sequence comparison of serine acetyltransferases from A. thaliana and 

other organisms 




Figure 11: Process for insertion of OTP/serine acetyltransferase SAT3 or cysteine- 
insensitive SAT such as truncated SAT1 in the vector pBI121 




Figure 12: Process for insertion of serine acetyltransferase SAT1% SAT1, SAT2, 
SAT3, SATS', SAT4 or any SAT in the vector pBI121 



